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MMLR3DT01 


macrophages (adher PBMNC), M/F, 72-hr MLR 


1 0.0332 
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endothelial cells, dermal microvascular, neonatal M 
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LUNGFEM01 


lung, fetal, NORM, WM 


1 0.0148 


PROSTUT04 


prostate tumor, 57 M, match to PROSNOT06 


1 0.0117 


BRAINOT09 


brain, fetal M 


1 0.0093 


BRAJTUT02 


brain tumor, metastasis, 58 M 
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